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General information 




j TrEMBLrel. 08, l-NOV-1998 
teiiM^ftii TrEMBLrel. 08, l-NOV-1998 
SIIMtiMiiSatl TrEMBLrel. 22, l-OCT-2002 



|Ps||^^ -^^^^ ^^^^^^^^^^ ^ ¥:: |p" If" 



^Description 



Avicelase EH. 



l^ffiwillMi AVim - 



Organism sourcel;] Aspergillus aculeatus. 

Eukaryota; Fungi; Ascomycota; Pezizomycotina; Eurotiomycetes; Eurotiales; 



;f J;j : ^ Trichocomaceae; mitosporic Trichocomaceae; Aspergillus. 



I(liF» r '«i 5053 




III } ; - : • - f [1]! Arai,M., Takada,G., Kawaguchi,T.> SumitaniJ., 

Avicelase III from Aspergillus aculeatus.Submitted JUN-1998 to the EMBL 
! GenBank DDBJ databases 




■^tMc}w^mk ; v '»§ ; w»itit>ni sequence from n.a. 



iDatabase^iioss-references 



AB015511: BAA29031. 1 ; 



P00725; 2CBH . 
IPR000254 : CBD_fungal. 



ilriierPrOiK 4M£J< -. : M 
If f K I*l4ft';:li IPR0Q2860 : GHJBNR 




ProDoni 



SMART 



" , 



PROSITE 



Sequence information 



PF02012 ; BNR; 7. 
PF00734; CBM_1; 1. 
PD001821 : CBDJungal; 1. 
SM00236 ; fCBD; 1. 
PS00562 ; CBDFUNGAL; 1. 



MARSSLALLC AALLGKLADA AASQAYTWKN 
GAYRLNSDDT WTPLMDWVGN DTWHDWGIDA 
RSTDQGDTWT ETKLPFKVGG NMPGRGMGER 
WSNVTSFTWT GTYFQDSSST YTSDPVGIAW 
SEDAGATWAW VSGEPQYGFL PHKGVLSPEE 
WTDISPTSLA STYYGYGGLS VDLQVPGTLM 
GYPSINYYYS YDISNAPWIQ DTTSTDQFPV 
HDLTNWDSKH NVTVKSLAVG IEEMAVLGLI 
YHTPTYGTTN GIDYAGNKPS NIVRSGASDD 
LSADGDTVLL MSSTSGALVS KSQGTLTAVS 
NTATSFTKTV SLGSSTTVNA IRAHPSIAGD 



WTGGGGGFT 
LATDPVDTDR 
LAVDPNKNSI 
VTFDSTSGSS 
KTLYISYANG 
VAALNCWWPD 
RVGWMVEALA 
TPPGGPALLS 
YPTLALSSNF 
SLPSGAVIAS 
VWASTDKGLW 



PGIVFNPSAK 
VYVAVGMYTN 
LYFGARSGHG 
GSATPRIFVG 
AGPYDGTNGT 
ELIFRSTDSG 
IDPFDSNHWL 
AVGDDGGFYH 
GSTWYADYAA 
DKSDNTVFYG 
HSTDYGSTFT 



GVAYARTDIG 
EWDPNVGSIL 
LWKSTDYGAT 
VADAGKSVFK 
VHKYNITSGV 
ATWSPIWEWN 
YGTGLTVYGG 
SDLDAAPNQA 
STSTGTGAVA 
GSAGAIYVSK 
QIGSGVTAGW 
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SFGFGKASST GSYWIYGFF TIDGAAGLFK SEDAGTNWQV ISDASHGFGS GSANWNGDL 
QTYGRVFRGH ERPGHLLRQS QREPAGRHGD GDGDTTTSKT STTVSTTLKT TTSSASTTSS 
STTVKTTTSS SSTTSKASST TTTKTTTTST TTSSGTTATA SAYAq£gGNG WTGATVCFTG 



YTCTYSNAFY 



SQCVpS 



CJbV 



720 
780 
840 
856 
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http://srs6.ebi. ac.uk/srs6bin/cgi-bin/wgetz?[prosite-AccNumber:PS00562]+-e 



I D CBD_FUNGAL ; PATTERN . 

AC PS00562; 

DT DEC-1991 (CREATED); NOV-1997 (DATA UPDATE) ; JUL-1998 (INFO UPDATE) . 

DE Cellulose-binding domain, fungal type. 

PA C-G-G-x(4,7) -G-x(3) -C-x(5) -C-x(3,5) - [NHG] -x- [FYWM] -x(2) -Q-C. 

NR /RELEASE=40 . 7 , 103373 ; 

NR /TOTAL=22 (19) ; /POSITIVE=22 (19) / /UNKNOWN=0 (0) ; /FALSE_POS=0 (0) ; 

NR / FALSE_NEG= 1 ; / PARTIAL- 0 ; 

CC /TAXO-RANGE = ? ?E? ? ; /MAX-REPEAT=4 ; 

CC /SITE=1, disulfide; /SITE=7 , disulfide ; /SITE=9 , disulfide ; 

CC /SITE=16 , disulfide ; 

DR 000022, CEL1_AGABI, T; Q12714 , GUN1JTRILO, T; P07981, GUN1_TRIRE, T 

DR P07982 , GUN2_TRIRE, T; Q12624 , GUN3_HUMIN, T; P43317 , GUN5_TRIRE, T 

DR P46236, GUNB_FUSOX, T; P46239 , GUNF_FUSOX, T; P45699, GUNK_FUSOX, T 

DR P15828 , GUX1_HUMGR, T; Q06886 , GUX1_PENJA, T; P13860 , GUX1_PHACH, T 

DR P00725 , GUX1_TRIRE, T; P19355 , GUX1_TRIVI, T; Q92400 , GUX2_AGABI , T 

DR P07987 , GUX2_TRIRE, T; P49075, GUX3_AGABI, T; P46238 , GUXC__FUSOX, T 

DR P50272 , PSBP_PORPU, T; 

DR 059843 , GUX1_ASPAC, N; 

3D 1AZ6 ; 1AZH ; 1AZK ; 1CBH ; 2CBH ; 

DO PDOC00486 ; 
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- '.Search in PROSITE for: glycosyl hydrolase family 74 



http://ca.expasy.org/cgi-bin/prosite-se.. .ARCH=glycosyl%20hydrolase%20family%2074 



j & ExPASv Home page |p*SifeTO^B"^ ! 




Search Swiss-Prot/TrEMBL 


▼ 


for 


Go Clear | 



Search in PROSITE for: glycosyl hydrolase 
family 74 

doia- err- 

(Release 17.38, of 23-Feb-2003) ^(^S ^M^l^ 



Enter search keywords: 



glycosyl hydrolase family 74 



□ Prefix and append w ildcard to words, 
clear 



new search 



By default, this search engine searches for complete words only. If you did not find what you expected, 
and would try to do a substring match, you should perform a new search and select 'prefix and append 
wildcard to words'. 

Warning: The searchtfor adjacent words is performed for only two words. 
The request is performed as: 

glycosyl hydrolase AND hydrolase family AND family 74 



No PROSITE document found. Please try again. 



ExPASv Home page jgffiMSp^ 



1 of 1 



3/3/03 5:54 PM 



- ^ Inte&ro Entry IPR003305 



http://www.ebi.ac.uk/interpro/IEntry?ac==IPR003305 




Carbohydrate-binding, CenC-like 



Database 

■ 


InterPro 


/|Gcfessigrt; 4 

■ 


IPR003305; CBM_CenC (matches 97 proteins) 


Name 


Carbohydrate-binding, CenC-like 


Jype 


Domain w 


Dates 


14-NOV-2000 (created) 
12-FEB-2001 (last modified) 


Signatures 


PF02018:CBM 4 9 (97 proteins) 


Abstract^ 


The 1 ,4-beta-qlucanase CenC from Cellulomonas fimi contains two 

r*a\ 1 1 1 1 oc* hlriHinn rlnmoine f N R^WM'1^ onH R P*^ ^ M 0 \ o rro nnDrl in tonrlo m of itc 

C6iiuios6-uinQing uomains, odlj^in i ) diiu odl^inzj, diidnyeu in idnuerii di no 
N-terminus. These homologous CBDs are distinct in their selectivity for binding 
amorphous and not crystalline cellulose [1]. Multidimensional heteronuclear 
nuclear magnetic resonance (NMR) spectroscopy was used to determine the 
tertiary structure of the 152 amino acid N-terminal cellulose-binding domain 
from Cellulomonas fimi 1 f 4-beta-qlucanase CenC (CBDN1)[21. The tertiary 
structure of CBDN1 is strikinqlv similar to that of the bacterial 
1 ,3-1 ,4-beta-glucanases, as well as other sugar-binding proteins with jelly-roll 
folds. 


examples 


• UOOO I f ATInLJ r\UfVirL 

. P40944XYNA CALSR 

• Q05156GUN1 STRRE 

• P14090GUNC CELFI 

• Q05638 CHIX STROI 
View examples 


kefer^nc€% 

iiiiiBisl^Bii 


1. Brun E., Johnson P.E., Creagh A.L., Tomme P., Webster P., Haynes C.A., 
Mcintosh L.P. 

Structure and binding specificity of the second N-terminal cellulose-binding 
domain from Cellulomonas fimi endoglucanase C. 
Biochemistry 39(10): 2445-2458(2000). rMEDLINE:201 708701 

2. Johnson P.E., Joshi M.D., Tomme P., Kilburn D.G., Mcintosh L.P. 
Structure of the N-terminal cellulose-binding domain of Cellulomonas fimi 
CenC determined by nuclear magnetic resonance spectroscopy. 
Biochemistry 35(45): 14381-14394(1996). fMEDLINE:970744981 
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042181/201-285 
OQ8852/18Q-261 
PKD1 HUMAN/1 80-261 
012215/42-122 
YN23YEAST/28-108 
YLU2 PIC AN/ 18-91 
SLG1 YEAST/24-100 
YHC8 YEAST/28-99 
O60276/38-117 
014402/819-904 
014402/930-1014 
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042181/201-285 



PPS[P,..QVMEP^ 
008852/180-261 HslsfSLNSAj^ 
PKD 1 HUMAN/ 1 80-26 1_ IS^PP^PAPTlRj 
012215/42-122 
YN23 YEAST/28-108 
YLU2PICAN/18-91 
SLG1 YEAST/24-100 
YHC8 YEAST/28-99 
O60276/38-117 
014402/819-904 
014402/930-1014 




The coloured markup was created by Jalview (Michele Clamp) 



Alignments are colored using the ClustalX scheme in Jalview (orange:glycine (G); yellow: Proline 
(P); blue: small and hydrophobic amino-acids (A, V, L, I, M, F, W); green: hydroxyl and amine 
amino-acids (S, T, N, Q); red: charged amino-acids (D, E, R, K); cyan: histidine (H) and 
tyrosine(Y)). 
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